Inferring gene networks: dream or nightmare?
We describe several algorithms with winning performance in the Dialogue for Reverse Engineering Assessments and Methods (DREAM2) Reverse Engineering Competition 2007. After the gold standards for the challenges were released, the performance of the algorithms could be thoroughly evaluated under different parameters or alternative ways of solving systems of equations. For the analysis of Challenge 4, the "In-silico" challenges, we employed methods to explicitly deal with perturbation data and time-series data. We show that original methods used to produce winning submissions could easily be altered to substantially improve performance. For Challenge 5, the genome-scale Escherichia coli network, we evaluated a variety of measures of association. These data are troublesome, and no good solutions could be produced, either by us or by any other teams. Our best results were obtained when analyzing subdatasets instead of considering the dataset as a whole.